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regulatory factors, transcriptional 90 
replication, DNA: multimeric complex 
binding proteins role 202 
restin 82 
restriction enzyme mapping, DNA Strider 
(CC) 187 
retinol G proteins: transducin (L) 
retroviruses 233 
Rev proteins 255 
reversible associations: quantitative 
characterization 284 
reversible transcription: retroviruses 
233 
Rhizomucor miehei: RmL 20 
rhodopsin: desensitization 275 
ribonucleoprotein Al 421 
ribosomal proteins, chloroplast 
177 


349 


424 


164 


Fal 


ribosomal RNA 
protein synthesis 155 
transcription processing, snoORNA 
131 
translation initiation role 
RmL, R. meihei 20 
RNA see also messenger, pre-, 
ribosomal and transfer RNA 
antisense: gene silencing 419 
binding: TFIIIA 227 
metabolism: FMR1 gene 331 
processing: carboxy-terminal domain 
role 117 
recognition: HIV-1 regulatory proteins 
255 
RNA helicases 125 
RNA polymerase || 90 
carboxy-terminal domain 
rRNA see ribosomal RNA 
B-roll motif 313 


406 


117 


S 
Saccharomyces cerevisiae 
cytoskeleton-associated proteins 
82 
GAL1/GAL10 genes 90 
immunosuppressive drugs 334 
MAP kinase cascade homologues 
129 
SH2 domain (L) 
snRNAs 131 
tRNA splicing pathway 31 
yeast VH1 (YVH1) 6 
a-Sarcin loop, translocation 
Schiff base-forming Lys 37 
Schizosaccharomyces pombe 
cdc2 gene 195 
cdc25 protein 6 
MAP kinase cascade homologues 
129 
membrane traffic model 4 
science and technology, dictionary 
(BR) 190 
secretory pathway 
eukaryotic cells 3, 395 
proteins: Gram-negative bacteria 7 
secretory proteins 
P-domain peptides 239 
sedimentation equilibrium measurement 
and analysis 284 
self-splicing RNA systems 31 
sequence alignment: Multalin 4.0 (CC) 
106 
sequence analysis 
by e-mail (CC) 267 
computer programs (CC) 
sequence homology 
calcium-independent protein kinase 
Cs 207 
cytoskeleton-associated proteins 
82 


464 


155 


187 


epimorphin 124 
serine dehydratases 297 
SH2 domain, yeast (L) 464 


signal transduction pathways 
endoplasmic reticulum membrane 
translocation 456 


effector-protein activation 292 
haemoglobin 385 

inositol phosphates 53 
interferons 338 


leucocytes, cell-surface receptor 
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mediated 215 
MAP kinase cascade 128 
p21’s 250 
phototransduction 275 
Ras activation by receptor tyrosine 
kinases 273 
RCC1 100 
T cell receptor 334 
tools for elucidating 334 
slow-exchange core: protein folding 
359 
small nuclear RNA (snRNA) 
(L) 330 
SNAPs 453 
SNAREs 453 
SNF2 family proteins 291 
SnoRNA see nucleolar snRNA 
snRNA see small nuclear RNA 
soluble proteins 65, 453 
solute transporter proteins 13 
Southern blots (CC) 484 
spectrin: molecular phylogeny 462 
spectroscopy 
energy-selective 71 
Fourier transform 198 
reaction-induced infrared 197 
spliceosomal snRNA 131 
spliceosomal system: eukaryotic MRNA 
transcripts 31 
splicing 
introns: E. gracilis chloroplast genes 
467 
pre-mRNA 117 
RNA 31 
snRNAs 131 
splicing factors 117 
src family tyrosine kinases 215 
Staphylococcus: cell-surface proteins 
136 
Statistical thermodynamics: protein 
folding energetics 1 
Streptococcus: cell-surface proteins 
136 
Strider, DNA(CC) 187 
subtilisin: intramolecular chaperones 
443 
sugar-facilitator proteins 13 
B-superhelix motif 313 
surface curvature: membranes (L) 81 


131, 


synapsin! 327 
synaptobrevin 325, 329, 453 
syntaxins 124, 329, 453 


synthetase, tRNA 362 


T 
T cell 
blockage by immunosuppressive 
drugs 334 
src family tyrosine kinases 
T lymphocytes 140 
targeting, proteins (BR) 191 
targeting membrane fusion: membrane 
proteins 453 
targeting subunits: protein 
phosphorylation regulation 172 
Tat proteins 255 
tau protein: Alzheimer’s disease marker 
480 


215 


xii 


tautomerism, nucleotides 160 

tear-specific prealbumin (L) 206 

technology and science, dictionary 
(BR) 190 

tetanus neurotoxin 

TFIIIA 226 

TGN _ see trans-Golgi network 

TGN38 4, 397 

thanatogenesis 157 

thermodynamics, statistical: protein 
folding energetics 1 

threonine dehydratases 297 

thylakoid membranes, plants 

thymocytes: apoptosis 307 

titration curves: amino acids 69 

top-down control analysis 26 

toxins: membrane-insertion domain 
391 

trans-acting factor: yeast tRNA splicing 
31 

trans-activation see transcription 

trans-Golgi network (TGN) 210 
eukaryotic cells 395 
vesicle budding 4 

transcription 


324, 327 


415 


artificial regulatory systems 471 

initiation 90,117 

multimeric complex dsDNA binding 
proteins 202 

TFIIA 226 


transcriptional regulatory factors 90, 
459 
transducin 275, 293 
acylation (L) 164 
transfer RNA 
protein synthesis (BR) 
Splicing 31 
tertiary structure 362 
transforming growth factor B2: structure 
49 
transglutaminase: activation by tetanus 
toxin 327 
transition mutation 160 
transition state theory 181 
translation 
bypassing inmRNA 294 
initiation, rRNA—mRNA 
complementarity 406 
initiation regulation 429 
translational introns: gene expression 
regulation 294 
translocation 
a-sarcin loop role 155 
Gram-negative bacteria 7 


356 


protein 456 
transport 
ER-Golgi 3 


G proteins role 4 
major facilitator superfamily proteins 
13 
transversion mutations 160 
trefoil motif proteins 239 
triacylglyceride ester hydrolases: 
molecular structure 20 
triose phosphate isomerase 313, 372 
trkA gene 51 
tRNA see transfer RNA 
tryptophanyl-tRNA synthetase 263 


tumour necrosis factor: apoptotic cell 
death 308 

twintrons: E. gracilis chloroplast genes 
467 

type | fructose biphosphate aldolase 
36 

tyrosine kinases 
activation of Ras 
src family 215 


273 


U 

UhpC 13 

ultracentrifugation: biomolecular 
associations 284 

ultrasonic DNA ligation (CC) 446 

unstructured polymeric domains 

Usenet (CC) 398 


181 


Vv 
vaccinia virus 
NTP1 protein 291 
VH1 phosphatase 6 
VWVH1 377 
vesicle-associated membrane proteins 
453 
cleavage by neurotoxins 
cleavage by tetanus toxins 
vesicular transport 
G proteins role 4 
proteins (L) 248, 453 
Rab6 protein 4 
vibrational energy: proteins 71 
viruses: fusion mechanisms (BR) 
355 
visual transduction: protein kinase C 
role 275 
Von Ebner’s gland protein (L) 


324 
327 


206 


W 

wheat germ agglutinin 223 
wobble base pairing 160 
WRS gene, human 263 


X 

Xenopus 
MAP kinase cascade 128 
NOGGIN gene 208, (L) 424, 
(L) 425 
TFIIA 226 

xyloglucan 213 


Y 
yeast 
ERD-2 gene 3 
HDEL receptor 3 
Pep1i2p protein 124 
PMP47 protein 427 
SH2 domain (L) 464 
tRNA splicing 31 
Yersinia enterocolitica: Yop proteins 
10 
Yop proteins, Y. enterocolitica 10 
Ypt proteins, S. pombe 4 


Z 

zinc endopeptidases 
clostridial neurotoxins 
tetanus toxins 327 
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